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Molecular biological characteristics and genetic significance of Yersinia pestis in China HAI Rong”
YU Dong-zheng WEI Jian-chun XIA Lian-zu SHI Xian-ming ZHANG Zhi-kai ZHANG En-min .
*Institute for Infectious Disease Control and Prevention — Chinese Center for Disease Control and
Prevention Beijing 102206 China

Abstract  Objective To understand the molecular biological characteristies in order to analyse the
genetic background of Yersinia pestis in China. Methods Primary datum on ribotyping pulsed field gene
electropheresis PFGE ~ random amplified polymorphic DNA RAPD and insertion sepuence IS of
Yersinia pestis were used and under cluster analysis. Genetic interval and various methods of recognized
molecular feature between different strains were evaluated. Results Ribotypes the PFGE types seemed to
be corresponding. Stains from Microtus fuscus and area in Tibet Zhongba belonged to 7 copy rRNA gene
and the genetic interval were the far more with 6 copy rRNA gene stains and not definite with RAPD but
with many exceptions. The genetic interval between strains were showed by resemble value. Conclusion
Yersinia pestis in China had its own manifold particular molecular biological characteristics due to natural
barriers geographical complex circumstances in Tianshan Mountains and Gandise Mountains areas.
Yersinia pestis were limited to separateness evoluted only in certain areas to form a great many gene types.
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